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198 The impact of systems approaches on biological problems in drug discovery. Nature Biotechnology,
2004, 22, 1215-1217. 9.4 213



13

Leroy Hood

# Article IF Citations

199 Electrochemically Programmed, Spatially Selective Biofunctionalization of Silicon Wires. Langmuir,
2004, 20, 10630-10638. 1.6 102

200 Comprehensive de novo structure prediction in a systems-biology context for the archaea
Halobacterium sp. NRC-1. Genome Biology, 2004, 5, R52. 13.9 45

201 Systems Biology and New Technologies Enable Predictive and Preventative Medicine. Science, 2004, 306,
640-643. 6.0 977

202 Systems Biology, Proteomics, and the Future of Health Care:Â  Toward Predictive, Preventative, and
Personalized Medicine. Journal of Proteome Research, 2004, 3, 179-196. 1.8 680

203 Systems Biology Experimental Design - Considerations for Building Predictive Gene Regulatory
Network Models for Prokaryotic Systems. Current Genomics, 2004, 5, 527-544. 0.7 18

204 Initial Proteome Analysis of Model Microorganism Haemophilus influenzae Strain Rd KW20. Journal of
Bacteriology, 2003, 185, 4593-4602. 1.0 66

205 Systems biology: integrating technology, biology, and computation. Mechanisms of Ageing and
Development, 2003, 124, 9-16. 2.2 235

206 Proteomic analysis of human prostasomes. Prostate, 2003, 56, 150-161. 1.2 226

207 Genomic scan of 254 hereditary prostate cancer families. Prostate, 2003, 57, 309-319. 1.2 59

208 The DNA sequence and analysis of human chromosome 14. Nature, 2003, 421, 601-607. 13.7 108

209 The digital code of DNA. Nature, 2003, 421, 444-448. 13.7 226

210 Proteomic Analysis of an Extreme Halophilic Archaeon, Halobacterium sp. NRC-1. Molecular and
Cellular Proteomics, 2003, 2, 506-524. 2.5 52

211 From functional genomics to systems biology: concepts and practices. Comptes Rendus - Biologies,
2003, 326, 879-892. 0.1 103

212 Isolation and characterization of human and mouse WDR19,a novel WD-repeat protein exhibiting
androgen-regulated expression in prostate epitheliumâ˜†. Genomics, 2003, 82, 331-342. 1.3 13

213 Analysis of the Gene-Dense Major Histocompatibility Complex Class III Region and Its Comparison to
Mouse. Genome Research, 2003, 13, 2621-2636. 2.4 94

214
Hematopoietic Stem Cells Contribute to the Regeneration of Renal Tubules after Renal
Ischemia-Reperfusion Injury in Mice. Journal of the American Society of Nephrology: JASN, 2003, 14,
1188-1199.

3.0 387

215 Regulatory gene networks and the properties of the developmental process. Proceedings of the
National Academy of Sciences of the United States of America, 2003, 100, 1475-1480. 3.3 211

216 Predicting Demographic Group Structures Based on DNA Sequence Data. Molecular Biology and
Evolution, 2003, 20, 1168-1180. 3.5 5



14

Leroy Hood

# Article IF Citations

217 Analysis of Acute Myelogenous Leukemia: Preparation of Samples for Genomic and Proteomic Analyses.
Journal of Hematotherapy and Stem Cell Research, 2002, 11, 469-481. 1.8 37

218 Complementary Profiling of Gene Expression at the Transcriptome and Proteome Levels in
Saccharomyces cerevisiae. Molecular and Cellular Proteomics, 2002, 1, 323-333. 2.5 591

219 Genetic Effects on Age-Dependent Onset and Islet Cell Autoantibody Markers in Type 1 Diabetes.
Diabetes, 2002, 51, 1346-1355. 0.3 203

220
Coordinate regulation of energy transduction modules in Halobacterium sp. analyzed by a global
systems approach. Proceedings of the National Academy of Sciences of the United States of America,
2002, 99, 14913-14918.

3.3 123

221 Genomic Analysis of the Olfactory Receptor Region of the Mouse and Human T-Cell Receptor alpha
/delta Loci. Genome Research, 2002, 12, 81-87. 2.4 24

222
Sequence analysis of mouse vomeronasal receptor gene clusters reveals common promoter motifs
and a history of recent expansion. Proceedings of the National Academy of Sciences of the United
States of America, 2002, 99, 291-296.

3.3 67

223 The program of androgen-responsive genes in neoplastic prostate epithelium. Proceedings of the
National Academy of Sciences of the United States of America, 2002, 99, 11890-11895. 3.3 407

224 Activated Notch4 Inhibits Angiogenesis: Role of Î²1-Integrin Activation. Molecular and Cellular Biology,
2002, 22, 2830-2841. 1.1 157

225 Differential gene expression profiling of adult murine hematopoietic stem cells. Blood, 2002, 99,
488-498. 0.6 168

226 A Personal View of Molecular Technology and How It Has Changed Biology. Journal of Proteome
Research, 2002, 1, 399-409. 1.8 57

227 A Genomic Regulatory Network for Development. Science, 2002, 295, 1669-1678. 6.0 1,399

228 Analysis of the Human Neurexin Genes: Alternative Splicing and the Generation of Protein Diversity.
Genomics, 2002, 79, 587-597. 1.3 164

229 A Provisional Regulatory Gene Network for Specification of Endomesoderm in the Sea Urchin Embryo.
Developmental Biology, 2002, 246, 162-190. 0.9 319

230 Whole-Genome Shotgun Assembly and Analysis of the Genome of Fugu rubripes. Science, 2002, 297,
1301-1310. 6.0 1,432

231 Quod erat faciendum: sequence analysis of the H2-D and H2-Q regions of 129/SvJ mice. Immunogenetics,
2002, 54, 479-489. 1.2 29

232 Human prostate epithelial cell-type cDNA libraries and prostate expression patterns. Prostate, 2002, 50,
92-103. 1.2 26

233 Substitution Model of Sequence Evolution for the Human Immunodeficiency Virus Type 1 Subtype B
gp120 Gene over the C2-V5 Region. Journal of Molecular Evolution, 2001, 53, 55-62. 0.8 14

234 Integrated Genomic and Proteomic Analyses of a Systematically Perturbed Metabolic Network.
Science, 2001, 292, 929-934. 6.0 1,921



15

Leroy Hood

# Article IF Citations

235 A NEWAPPROACH TODECODINGLIFE: Systems Biology. Annual Review of Genomics and Human Genetics,
2001, 2, 343-372. 2.5 1,455

236 Comparative Genomics of the Human and Mouse T Cell Receptor Loci. Immunity, 2001, 15, 337-349. 6.6 163

237 Genetic Linkage Analysis of Prostate Cancer Families to Xq27â€“28. Human Heredity, 2001, 51, 107-113. 0.4 46

238 Characterization of the Japanese pufferfish ( Takifugu rubripes ) T-cell receptor Î± locus reveals a
unique genomic organization. Immunogenetics, 2001, 53, 31-42. 1.2 44

239 Genomic perspective on the photobiology of Halobacterium species NRC-1, a phototrophic,
phototactic, and UV-tolerant haloarchaeon. Photosynthesis Research, 2001, 70, 3-17. 1.6 54

240 Immunology in the post-genomic era. Nature Immunology, 2001, 2, 373-375. 7.0 27

241 Initial sequencing and analysis of the human genome. Nature, 2001, 409, 860-921. 13.7 21,074
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